Key indicators: single-crystal X-ray study; T = 295 K; mean (C-C) = 0.003 Å; R factor = 0.043; wR factor = 0.127; data-to-parameter ratio = 19.0.
In the title compound, C 28 H 27 NO 5 S, the five-membered pyrrolidine ring, which exhibits an envelope conformation (the C atom at the spiral junction being the flap atom), makes dihedral angles of 57.37 (10) and 86.84 (8) , respectively, with the phenyl ring and the acenaphthylene ring system. In the crystal, molecules associate via two C-HÁ Á ÁO hydrogen bonds, forming R 2 2 (20) and R 2 2 (10) graph-set motifs.
Related literature
For the biological activity of spiro compounds, see: Kobayashi et al. (1991) ; James et al. (1991) ; Obniska et al. (2003) ; Peddi et al. (2004) . For ring conformational analysis, see: Cremer & Pople (1975) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). hybridization. The pyrrolidine ring adopts an envelope conformation with C8 deviating from the plane defined by the rest of the atoms of the ring by -0.2603 (2)Å. The puckering parameters (Cremer & Pople, 1975) 
The mixture of (2E,4E)-ethyl-5-(phenyl-sulfonyl)penta-2,4-dienoate (1 g, 3.8 mmol), N-ethyl glycine (0.43 g 4.1 mmol) and acenapthoquinone (0.75 g 4.1 mmol) in dry 1,4-dioxane (20 ml) was refluxed for 5 hr under N2 atm. The reaction mixture was concentreated to remove the solvent and then purified by column chromatography to yield the required title compound as a coloureless solid. The solvent accessible void 47Å 3 is found in crystal.
Refinement
The C bound H atoms positioned geometrically (C-H=0.93-0.98 Å) and allowed to ride on their parent atoms, with 1.5U eq (C) for methyl H and 1.2 U eq (C) for other H atoms. (10) graph set motifs. For the sake of clarity, H atoms, not involved in hydrogen bonds, have been omitted.
Computing details

Ethyl (E)-3-[1′-ethyl-2-oxo-4′-(phenylsulfonyl)-2H-spiro[acenaphthylene-1,2′-pyrrolidine]-3′-yl]acrylate
Crystal data Special details Geometry. All s.u.'s (except the s.u. in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell s.u.'s are taken into account individually in the estimation of s.u.'s in distances, angles and torsion angles; correlations between s.u.'s in cell parameters are only used when they are defined by crystal symmetry. (7) 0.0201 (7) 0.0245 (6) 0.0152 (6) C7 0.0440 (7) 0.0482 (8) 0.0390 (7) 0.0225 (7) 0.0242 (6) 0.0190 (6) C8 0.0356 (7) 0.0390 (7) 0.0366 (7) 0.0151 (6) 0.0171 (6) 0.0151 (6) C9 0.0385 (7) 0.0427 (7) 0.0364 (7) 0.0167 (6) 0.0171 (6) 0.0169 (6) C10 0.0489 (8) 0.0492 (9) 0.0508 (9) 0.0242 (7) 0.0204 (7) 0.0176 (7 
